[Expression and clinical significance of coagulate and fibrolysis factors in tissue and plasma from hepatocellular carcinoma patients].
Considerable evidences showed that changes of coagulation and proteolysis factors are closely related to the genesis and growth of malignancy. This study was to detect the expression of tissue factor (TF), urokinase-type plasminogen activator (uPA), and urokinase-type plasminogen activator receptor (uPAR) in cancer tissues and plasma of patients with hepatocellular carcinoma (HCC), and analyze their prognostic significance. Blood samples were obtained from 50 HCC patients and 30 patients with non-tumor disease. Plasma levels of TF, uPA, and uPAR were detected by ELISA. Cancer tissue and adjacent tissue samples were obtained randomly from 27 patients in HCC group; normal liver tissue samples were also collected from 27 patients in benign disease group. The mRNA levels of TF, uPA, and uPAR in all tissue samples were detected by reverse transcription-polymerase chain reaction (RT-PCR). Their correlations to clinicopathologic features of HCC were analyzed. Plasma levels of TF, uPA, and uPAR were significantly higher in HCC group than in control group [(409.4+/-13.0) pg/ml vs. (318.8+/-69.1) pg/ml, (1.63+/-0.52) ng/ml vs. (1.20+/-0.40) ng/ml, (1.36+/-1.00) ng/ml vs. (0.68+/-0.28) ng/ml, P<0.05]. Poor differentiation, larger size, and cirrhosis of HCC increased plasma TF level (P<0.05); cirrhosis also increased plasma uPA level (P<0.05); lymphatic metastasis, extrahepatic metastasis, and portal venous tumor thrombus (PVTT) increased plasma levels of TF, uPA, and uPAR (P<0.05). The positive rates of TF, uPA, and uPAR in HCC tissues were 62.96%, 70.37%, 77.78%, respectively; the mRNA levels of TF, uPA, and uPAR were 0.57+/-0.27, 0.96+/-0.46, 0.78+/-0.32, respectively. The positive rates and mRNA levels of TF, uPA, and uPAR were all significantly higher in HCC tissues than in adjacent tissues and normal liver tissues (P<0.05). Intrahepatic metastasis and PVTT increased the positive rate and mRNA levels of TF, uPA, and uPAR in HCC (P<0.05). Pearson test showed that TF expression was positively correlated to uPA, and uPAR expression (r=0.373, P<0.01; r=0.534, P<0.01); uPA expression was positively correlated to uPAR expression (r= 0.365, P<0.01). COX regression analyses showed that TF, uPA, and uPAR were independent prognostic factors of HCC (Chi(2)=6.05, P=0.014; Chi(2)=4.29, P=0.038; Chi(2)=4.40, P=0.036). TF, uPA, uPAR might have synergetic effect in invasion and metastasis of HCC, and they might relate to prognosis.